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44 catcctacac catttagagt ggggctagtc atacccccat aaccctagct gtacgcaatc 

4 6 gatttcaaat cagttggaaa aagtcaagaa aattacccga gaataaattt ataccacaca 

48 gtctattgca atagaccaag ctgttcagta gggtgcatgg gagaagaatt tcctaataaa 
50 aactcttaag gacctccaa atg cca aag tac gac aat tec aat get gac cag 

Met Pro Lys Tyr Asp Asn Ser Asn Ala Asp Gin 
15 10 

tgg ggc ttt gaa acc cgc tec att cac gca ggc cag tea gta gac gca 

Trp Gly Phe Glu Thr Arg Ser lie His Ala Gly Gin Ser Val Asp Ala 

15 20 25 

cag acc age gca cga aac ctt ccg ate tac caa tec acc get ttc gtg 

Gin Thr .Ser Ala Arg Asn Leu Pro lie Tyr Gin Ser Thr Ala Phe Val 

30 35 40 

ttc gac tec get gag cac gee aag cag cgt ttc gca ctt gag gat eta 
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63 Phe Asp Ser Ala Glu His Ala Lys Gin Arg Phe Ala Leu Glu Asp Leu 
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Lys 


Phe 


Tvr 


Thr 


Glv 


Asn 


Gly 


Ser 


Gly 


231 


210 










215 










220 










234 


Leu Glv 


Gly 


Val 


Leu 


He 


Asp 


Glv 


Glv 


Lys 


Phe 


Asp 


Tro 


Thr 


Val 


Glu 


235 


225 








230 










235 










240 


238 
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<210> SEQ ID NO: 


: 3' 
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<211> LENGTH: 42 
























292 


<212> TYPE: 


DNA 
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<213> ORGANISM: 


Artificial Sequence 
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<220> FEATURE: 
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<223> OTHER 


INFORMATION: 


: synthetic oligonucleotide 
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<4 00> SEQUENCE: 
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ctaataagtc gacaaaggag gacaaccatg ccaaagtacg 


ac 










302 


<210> SEQ ID NO: 


: 4 
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303 <211> LENGTH: 33 

304 <212> TYPE: DNA 

305 <213> ORGANISM: Artificial Sequence 

307 <220> FEATURE: 

308 <223> OTHER INFORMATION: synthetic oligonucleotide 

310 <400> SEQUENCE: 4 

311 gagtctaatg catgctagat tgcagcaaag ccg 33 

314 <210> SEQ ID NO: 5 

315 <211> LENGTH: 41 

316 <212> TYPE: DNA 

317 <213> ORGANISM: Artificial Sequence 

319 <220> FEATURE: 

320 <223> OTHER INFORMATION: synthetic oligonucleotide 

322 <400> SEQUENCE: 5 ' 

323 agaacgaatt caaaggagga caaccatgcc caccctcgcg c 41 

326 <210> SEQ ID NO: 6 

327 <211> LENGTH: 31 

328 <212> TYPE: DNA 

329 <213> ORGANISM: Artificial Sequence 

331 <220> FEATURE: 

332 <223> OTHER' INFORMATION: synthetic oligonucleotide 

334 <400> SEQUENCE: 6 

335 gtcgtggatc ccctattaga tgtagaactc g 31 
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